. Primer sequences and diversity statistics for nine microsatellite loci isolated from Neotermes koshunensis.
Locus name
Allele size Genetic diversity Primer sequence (5'-3') Repeat motif range (bp ccaaatctttcatatcgctatcattcg Shown are locus names, the forward (F) and reverse (R) primer sequence, repeat motif of the sequenced clone, allele size range in base pairs, the number of alleles (NA), observed heterozygosity (HO), and expected heterozygosity (HE) in the Okinawa island (n = 16 workers, each from different colony), and p-value associated with departure from Hardy-Weinberg Equilibrium. Asterisks on the locus name indicate these loci showed heterozygosities in the inferred mother of the parthenogenetic offspring. Colony code was consisted with the combination codes in the main text, thus the subscripts indicated natal colony of founders. Expected segregation ratios were calculated from the genotypes of parents. The p-values indicated the results of Fisher's exact tests. *: the p-values presented here were not corrected for multiple testing. As we performed the test 45 times, the value was 0.234 after the correction with the holm method.
